25 Apr 2007 



Alignment Results 



EXHIBIT A 



Alignment: Global Protein alignment against reference molecule 
Parameters: Scoring matrix: BLOSUM 62 



Reference molecule: SEQIDNO:2, Region 1-788 

Number of sequences to align: 3 

Settings: Similarity significance value cutoff: 



Summary of Percent Matches: 
Reference: SEQIDNO:2 
Sequence 2: SEQIDN0:11 
Sequence 3: SEQIDNO:32 



1 - 
1 - 
1 



788 
788 
788 



>= 60% 



788 aa) 
788 aa) 
788 aa) 




SEQIDN0:2 

SEQIDNO:ll 

SEQIDNO:32 


1 
1 
1 


MNKNNTKLSTRALPSFIDYFNGIYGFATGIKDIMNMIFKTDTGGNLTLDEILKNQQLLNE 

£> D, 

. .M M 


SEQIDN0:2 
SEQIDNO:ll 
SEQIDNOi 32 


61 
61 
61 


ISGKLDGVNGSLNDLIAQGNLNTELSKEILKIANEQNQVLNDVNNKLDAINTMLHIYLPK 


SEQIDN0:2 

SEQIDN0:11 

SEQIDNO:32 


121 
121 
121 


ITSMLSDViyiKQNYALSLQIEYLSKQLQEISDKLDIINVNVLINSTLTEITPAYQRIKYVN 


SEQIDN0:2 

SEQIDN0:11 

SEQIDNO:32 


181 
181 
181 


EKFEELTFATETTLKVKKDSSPADILDELTELTELAKSVTKNDVDGFEFYLNTFHDVMVG 

ss § 


SEQIDN0:2 

SEQIDNOill 

SEQIDNO:32 


241 
241 
241 


NNLFGRSALKTASELIAKENVKTSGSEVGNVYNFLIVLTALQAKAFLTLTTCRKLLGLAG 
P D 

b 


SEQIDN0:2 
SEQIDNO:ll 
SEQIDNOi 32 


301 
301 
301 


IDYTSIMNEHLNKEKEEFRVNILPTLSNTFSNPNYAKVKGSDEDAKMIVEAKPGHALVGF 


SEQIDNOi 2 

SEQIDN0:11 

5EQIDNO:32 


361 
361 
361 


EMSNDSITVLKVYEAKLKQNYQVDKDSLSEVIYGDTDKLFCPDQSEQIYYTNNIVFPNEY 
.£ M. . .2 


SEQIDN0:2 

SEQIDNOill 

SEQIDNO:32 


421 
421 
421 


VITKIDFTKKMKTLRYEVTANFYDSSTGEIDLNKKKVESSEAEYRTLST^NDDGVYMPLGV 


SEQIDNO:2 

SEQIDNO:ll 

SEQIDNO:32 


481 
481 
481 


ISETFLTPINGFGLQADENSRLITLTCKSYLRELLLATDLSNKETKLIVPPSGFISNIVE 


SEQIDN0:2 

SEQIDNOill 

SEQIDNO:32 


541 
541 
541 


NGSIEEDNLEPWKANNKNAYVDHTGGVNGTKALYVHKDGGFSQFIGDKLKPKTEYVIQYT 

a 


SEQIDN0:2 

SEQIDNOill 

SEQIDNO:32 


601 
601 
601 


VKGKPSIHLKDENTGYIHYEDTNNNLKDYQTITKRFTTGTDLKGVYLILKSQNGDEAWGD 
E N 


SEQIDNOi 2 
SEQIDNOill 
SEQIDNOi 32 


661 
661 
661 


KFTILEIKPAEDLLSPELINPNSWITTPGASISGNKLFINLGTNGTFRQSLSLNSYSTYS 


SEQIDNO:2 

SEQIDNOill 

SEQIDNO:32 


721 
721 
721 


ISFTASGPFNVTVRNSRXVLFERSNLMSSTSHISGTFKTESNNTGLYVELSRRSGGGGHI 

G 

E 



EXHIBIT A page 2 



SEQIDN0:2 781 SFENVSIK 

SEQIDNOrll 781 

SEQIDNO:32 781 



A " " means the amino acids are identical at that position. 



26 Apr 2007 Alignment Results EXHIBIT B 

Alignment: Global Protein alignment against reference molecule 

Parameters: Scoring matrix: BLOSUM 62 

Reference molecule: SEQIDNO:2, Region 1-788 

Number of sequences to align: 2 

Settings: Similarity significance value cutoff: >= 60% 

Summary of Percent Matches: 

Reference: SEQIDN0:2 1 - 788 { 788 aa) 

Sequence 2: 86BBl(c) 1 - 789 ( 789 aa) 90% 

SEQIDNO : 2 1 MNKNNTKLSTRALPSFIDYraGIYGFATGIKDIMNMIFKTDTGGNLTLDEILECNQQLLNE 

86BBl(c) 1 

SEQIDNO: 2 61 ISGKLDGVNGSLNDLIAQGNLNTELSKEILKIANEQNQVLNDVNNKLDAINTMLHIYLPK 

86BBl(c) 61 

SEQIDNO: 2 121 ITSMLSDVMKQNYALSLQIEYLSKQLQEISDKLDIINVNVLINSTLTEITPAYQRIKYVN 

86BBl(c) 121 

SEQIDNO: 2 181 EKFEELTFATETTLKVKKDSSPADILDELTELTELAKSVTKNDVDGFEFYLNTFHDVMVG 

86BBl(c) 181 g § Q 

SEQIDNO: 2 241 NNLFGRSALKTASELIAKENVKTSGSEVGNVYNFLIVLTALQAKAFLTLTTCRKLLGLAG 

86BBl(c) 241 Ej 

SEQIDNO: 2 301 IDYTSIMNEHLNKEKEEFRVNILPTLSNTFSNPNYAKVKGSDEDAKMIVEAKPGHALVGF 

86BBl(c) 301 :Y 

SEQIDNO: 2 361 EMSNDSITVLKVYEAKLKQNYQVDKDSLSEVIYGDTDKLFCPDQSEQIYYTNNIVFPNEY 

86BBl(c) 361 jjj 

SEQIDNO: 2 421 VITKIDFTKKMKTLRYEVTANFYDSSTGEIDLNKKKVESSE7VEYRTLSANDDGVYMPLGV 

86BBl(c) 421 

SEQIDNO: 2 481 ISETFLTPINGFGLQADENSRLITLTCKSYLRELLLATDLSNKETKLIVPPSGFISNIVE 

86BBl(c) 481 6 L 1 

SEQIDNO: 2 541 NGSIEEDNLEPWKANNKNAYVDHTGGVNGTKALYVHKDGGFSQFIGDKLKPKTEYVIQYT 

86BBl(c) 541 

SEQIDNO: 2 601 VKGKPS I HLKDENTG Y I H YE DTNNNLKD YQT I TKRFTTGT DLKGVYL I LKSQNGDEAWGD 

86BB1 (c) 601 

SEQIDNO: 2 661 KFTILEIKPAEDLLSPELINPNSWITTPGASISGNKLFINLGTNGTFRQSLSLNSYSTYS 

86BB1 (c) 661 N,<£ §.g.(K . .^.N.ifJ.JSSTH* . . JLYQ.gFL [ILK . N . £ pi . [F . . M 

SEQIDNO: 2 721 ISFTASGPFNVTVRNSRXVLFERSNLMSSTSHISGTFKTESNNTGLYVELSRRSG- r GGG 

86BB1 (c) 721 V^.Sv. .DA. .RI § K-RYj. . GAKDV . EM . £ . KFEKDN F .1 . . .QGNNLY. .g 

SEQIDNO: 2 779 HISFENVSIK 

86BBl(c) 780 IVH.Ng 



A " " means the amino acids are identical at that position. 



